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Wednesday, February 19, 2014 717athe WT under mildly acidic conditions, but less efficiently upon further acidi-
fication. CD spectroscopy, intrinsic fluorescence and size-exclusion chroma-
tography suggest that this mutant is more susceptible to acid destabilization
and is prone to aggregation at neutral and mildly acidic pH. We suggest that
the principal role of acidic residues in TH8-TH9 segment is not to modulate
pH-dependent insertion directly, but to control the early stages of refolding
in solution by protecting hydrophobic surfaces of the protein prior to initiation
of membrane interactions. Supported by NIH GM-069783, Fulbright-
CONICYT.
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The translocation (T) domain plays a key role in the entry of diphtheria toxin
into the cell. Upon endosomal acidification, the T-domain undergoes a series
of conformational changes that lead to its membrane insertion and formation
of a channel. Recently, we have reported that the triple replacement of the
C-terminal histidines H322, H323 and H372 with glutamines prevents the
formation of open channels in planar lipid bilayers. Here, we report that this
effect is primarily due to the mutation of H322. We further examine the rela-
tionship between the loss of functionality and membrane folding in a series
of mutants with C-terminal histidine substitutions using spectroscopic assays.
The membrane insertion pathway for the mutants differs from that of the
wild type as revealed by membrane-induced red-shift of tryptophan fluores-
cence at pH 6.0-6.5. T-domain mutants with replacements at H323 and
H372, but not at H322, regain wild type-like spectroscopic signature upon
further acidification. Circular dichroism measurements confirm that affected
mutants misfold during insertion into vesicles. Conductance measurements
reveal that substituting H322 dramatically reduces the numbers of properly
folded channels in a planar bilayer, but the properties of the active channels
appear to be unaltered. We propose that H322 plays an important role in the
formation of open channels and is involved in guiding the proper insertion of
the N-terminal region of the T-domain into the membrane. Supported by
NIH GM069783 and in part by Fulbright Foundation (MVU).
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The GPCR signaling cascade via the G protein pathway begins with an agonist
binding to an inactive GPCR, causing conformational changes that activate the
GPCR. Previously, we used molecular dynamics simulations to study the acti-
vation of the CB2 receptor (a Class A GPCR), by the endogenous ligand, 2-
arachidonoylglycerol (2-AG) via the lipid bilayer (Hurst et al., 2010). In the
next step of our study of the G-protein signaling cascade, we studied G-protein
activation by an activated GPCR. In this step, GDP is released via the separa-
tion of the Gai1 ras-like and helical domains of (Van Eps et al., 2011). To this
end, we used our 2-AG activated CB2 model to produce an initial 2-AG/CB2/
Gai1b1g2 complex based on the crystal structure of b2 adrenoreceptor in com-
plex with Gasb1g2 (Rasmussen et al., 2011). The complex was immersed in a
fully hydrated 1-palmitoyl-2-oleoyl-sn-glycero-3-phosphocholine (POPC)
bilayer and NPT NAMD2 (Phillips et al., 2005) molecular dynamics (MD) sim-
ulations were initiated for four different trajectories of this system. Results
from our longest MD simulation (3ms) suggest that the C-terminal a5 helix
of Gai prefers a different orientation in the CB2 activated receptor relative
to the orientation seen in the empty state (GDP-GTP less) b2 adrenoreceptor/
Gasb1g2 complex. Initial hydrophobic interactions between P139 on CB2
intracellular loop 2 (IC-2 loop) and a hydrophobic pocket on Gai consisting
of residues V34 (N terminus); F336, T340, I343 and I344 (C terminus);
L194 (b1-sheet); and F196 (b2-sheet) stabilize the receptor / Gai1 protein inter-
face during the first 0.5ms of the simulation. Later, between 1.4 - 1.6 ms, elec-
trostatic interactions between R229 (CB2 IC-3 loop) and Q304/E308 (Gai1 a4
helix) facilitate hydration of GDP. [Support: RO1 DA003934 and KO5
DA021358 (PHR)].3635-Pos Board B363
Resolvin D1, a Trihydroxylated DHA Derivative, Displays Anti-
Hyperreactive Effects on Human Pulmonary Arteries
Roddy Hiram1, Edmond Rizcallah2, Chantal Sirois3, Caroline Morin4,
Eric Rousseau5.
1Faculte´ de Me´decine et Sciences de la Sante´, Universite´ de Sherbrooke,
Sherbrooke, QC, Canada, 2Pathology, CHUS, Sherbrooke, QC, Canada,
3Chirurgie Thoracique, CHUS, Sherbrooke, QC, Canada, 4UQAR,
SFPharma, RIMOUSKI, QC, Canada, 5Physiology and Biophysics,
Universite´ de Sherbrooke, Sherbrooke, QC, Canada.
Pulmonary Hypertension (PH) is a rare and progressive disease characterised
by an inflammatory status and vessel wall remodeling, resulting in an increased
pulmonary arteries resistance. In the last 20 years, pharmacological treatments
have been proposed. However PH remains associated with an important
morbidity. Recent studies demonstrate that omega-3 fatty acid derivatives,
such as docosahexaenoic acid monoacylglyceride (MAG-DHA) displays
anti-inflammatory and modulatory electro-physiological effects (Morin et al.,
2008). The goal of this project is to evaluate the sensitivity of human pulmo-
nary arteries (HPA) to omega-3 derivatives and to assess the effects of Resolvin
D1 (RvD1), on their pharmacological reactivity. Specific Objectives: 1) To
asses the effects of RvD1 and docosapentanenoic acid monoacylglyceride
(MAG-DPA) on the mechanical tension and Ca2þ sensitivity, developed by
HPA treated or not with 5 nM endothelin-1 (ET-1). 2) To test the effects of
KCl, 5-HT, U-46619 and PDBu Under various experimental conditions. 3)
To evaluate the mode of action of RvD1 and MAG-DPA on the expression
and phosphorylation level of various proteins. Our results demonstrate that 5
nM ET-1 pretreatment during 24 h increased the reactivity and Ca2þ sensitivity
of HPA. 300 nM RvD1 pretreatment decreased the hyper-reactivity induced by
ET-1 and also decreased the pharmacological responses. 1mMMAG-DPA pre-
treatment decreased the mechanical tension induced by ET-1 and the agonists.
RvD1 and MAD-DPA also decreased the expression of TMEM 16 A and the
phosphorylation level of CPI-17 protien. Thus we demonstrate for the first
time, that RvD1, a well known antiinflammatory compound displays modula-
tory effects on HPA contractile properties.
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The response of insulin secretion in pancreatic beta cell to nutrient stimuli and
hormonal modulators is coordinated by the different receptors, messengers and
signaling networks. We present an updated computational model of second
messenger interactions in pancreatic beta cell that incorporate modern data on
glucose metabolism, plasma membrane potential, G-protein-coupled-receptors
(GPCRs), cytoplasmic and endoplasmic reticulum calcium dynamics, cAMP
and phospholipase C pathways.Model includes glucagon like peptide 1 receptor,
gastric inhibitory polypeptide receptor and adrenoreceptor for cAMP pathway
regulation, and the muscarinic acetylcholine receptor and the fatty acid receptor
(GPR40) for phospholipaseC regulation. The values ofmost of themodel param-
eterswere inferred fromavailable experimental data.Our analysis of the dynamic
data provides evidence for a pivotal role for Ca2þ-dependent adenylyl cyclase
activation in the effect of glucagon-like peptide 1 on pancreatic b-cells. The reg-
ulatory properties of various adenylyl cyclase isoforms determine fluctuations in
cytoplasmic cAMP concentration and reveal a synergistic action of glucose and
glucagon-like peptide 1 on insulin secretion. On other hand, the regulatory pro-
perties of phospholipase C isoforms determine interaction of glucose, acetylcho-
line and fatty acids (that act through the receptor GPR40).We test the hypothesis
that activation of specific key beta-cell GPCRs can be in some cases stimulate but
in other combinations inhibit glucose-stimulated insulin secretion. The regula-
tion of messenger’s pathway interactions may be important pharmacological
targets for improving insulin secretion in type 2 diabetes.
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Background: Human normal and sickle red blood cells (RBCs) adhere with
high affinity to laminin-5 via the basal cell adhesion molecule/Lutheran
(BCAM/Lu) receptor which is implicated in vasoocclusive episodes (VOEs)
in sickle cell disease (SCD). BCAM/Lu is activated through the cyclic adeno-
sine monophosphate (cAMP) signaling pathway.
718a Wednesday, February 19, 2014Methods and Results: We established an in vitro technique, based on
atomic force microscopy, to detect single BCAM/Lu proteins on the RBC
surface and measure the binding force between BCAM/Lu and laminin-5.
Importantly, we illustrated that AKAPs are crucial for BCAM/Lu receptor
activation. To detect the presence of AKAPs on normal and SS-RBCs, cells
were treated with St-Ht31 peptide (5mM), which inhibits binding of PKA
to AKAPs. Following pretreatment with St-Ht31, the frequency of active
BCAM/Lu receptors decreased significantly in normal RBCs (Figure 1A;
5.7151.23% to 3.1551.09%; n=15; p<0.05) and SS-RBCs (Figure 1B;
7.1951.42% to 2.0250.37%; n=12; p<0.005). Pretreatment with a control
peptide showed no change in receptor frequency (not shown).
Conclusions: By using single-molecule
measurements, we demonstrated that
AKAPs mediate the activation of
BCAM/Lu receptors in normal and SS-
RBCs. These findings may lead to novel
anti-adhesive targets for VOEs in SCD.
3638-Pos Board B366
The Cellular Content of Non-Erythroid Spectrins and Ankyrins is Modu-
lated by External Forces
Eleni K. Degaga1, Martin B. Forstner1,2.
1Department of Physics, Syracuse University, Syracuse, NY, USA, 2Syracuse
Biomaterials Institute, Syracuse University, NY, USA.
Cells are exposed to mechanical forces in the form of stretch, shear stress, and
hydro-static pressure and they transduce those forces into physical as well as
biochemical responses. An important, mechanical cell-component that also
takes part in this process of mechano-transduction is the spectrin based mem-
brane skeleton. In the context of non-erythroid cells this structure has seen
very little attention so far, while its counterpart in erythroid cells, which
lack any other significant mechanical structure, has been extensively studied.
For example, it was investigated that the erythroid a-spectrin has an E2/E3
ubiquitination site that allows it to either ubiquitinate itself or spectrin asso-
ciated Ankyrin. Interestingly, the corresponding domain in non-erythroid
a-Spectrins is both conserved and is located at a mechano-sensitive site within
a tri-helical spectrin repeat. Thus, we looked at the change in non-erythroid
Spectrins’ and Ankyrins’, suspected targets’ contents in NIH-3T3 Fibroblasts
and multipotent-10T1/2 cells as they are exposed to stretch magnitudes of
20% at a frequency of 1Hz. Using a combination of fluorescence microscopy,
quantitative gel analysis and immunoprecipitation, we find that spectrin
content drastically decreases by up to 80%, while ankyrin content increases
by up to 30% in the two cell types when they are exposed to bi-axial stretch.
Technically, we were also able to establish that quantitative fluorescence
microscopy on immunostained fixed cells is as suitable to measure relative
changes in protein content as immunoprecipitated Coomassie blue stained
protein gels. Finally, our results from co-immunoprecipitation and Western
blotting indeed suggest that the cause of these changes in protein content is
the poly-ubiqutination activity of spectrin on itself as well as ankyrin. Since
both proteins act also as scaffolds for membrane associated proteins,
these force induced changes should also impact membrane organization and
structure.
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Receptor tyrosine kinases (RTKs) regulate multiple downstream signaling
pathways by recruiting a variety of Src homolog 2 (SH2) domain containing
proteins to the plasma membrane. The spatio-temporal dynamics of this
recruitment step are crucial for the signal transduction. For example, recent
studies have shown the local density of the receptor is important for lateral
propagation of EGFR signaling. Over the last several decades, significant
efforts have been made to map the specificity of SH2 binding for different
phosphotyrosine (pY) sites. However, there is a lack of systematic in vivo
studies on the interaction topology and kinetic parameters governing SH2/
pY interactions. Here we have characterized the recruitment dynamics of
35 fluorescently-tagged SH2 domains to the plasma membrane of A431 cells
after EGF stimulation using total internal refection microscopy. We found that
SH2 domains can be grouped into four categories based on their localization
and recruitment patterns: 1. diffuse peripheral; 2. homogeneously clustered; 3.
focal adhesion-localized and 4. cytoskeleton-localized. This result implies that
EGFR activation initiates multiple spatially different molecular events. Inaddition, significant variations were observed in the membrane recruitment
kinetics of different SH2 modules. The concentration of most SH2 modules
(31/35) at the cell surface increased exponentially and reached a plateau as
function of EGF stimulation time, with characteristic time constant ranging
from 1 to 6 minutes. The remaining SH2 domains showed a decrease or no
change in the number of molecules on the membrane. These differences in
kinetics likely reflect variable phosphorylation kinetics of different tyrosine
residues, which then recruit a specific subset of SH2 domains. Our results
provide a system-wide view of molecular interactions in the early stage of
the EGFR signaling.
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We have shown that dopamine modulates a negative feedback control of insulin
secretion from mouse islets by activating the dopamine receptor D3 (DRD3).
Receptor activation causes a dose-dependent reduction of the frequency of
glucose-triggered intracellular calcium oscillations, which correlates with the
observed decrease of insulin secretion. Although it is known that DRD3 can
inhibit adenylate cyclase (AC), activate potassium channels, and inhibit
calcium channels, the downstream molecular targets of the DRD3 signal trans-
duction cascade in the islet are still unknown. The goal of this study is to iden-
tify the main signaling pathway mediating the DRD3-driven inhibition of
insulin secretion. Preliminary data suggests that DRD3 signaling in b-cells
proceeds through modulation of ion channels rather than by inhibition of AC.
We used patch clamp to study the effect of dopamine on the ion channels.
Based on these experiments we selected molecular targets to investigate
further. We have tagged fluorescent proteins on to the Gbg complex of the
heterotrimeric G protein, and also on to candidate-target ion channels. This
allows us to use quantitative fluorescence analysis tools to measure the changes
in protein-protein interaction before and after pharmacological stimulation of
DRD3. Data is analyzed using a spatial intensity distribution analysis (Godin,
A. G. et al., PNAS, 2011) to detect protein interactions in live cells and fixed
samples. This analysis allow us to compare results from cell lines overexpress-
ing our proteins of interest with the results from native pancreatic islets from
mice and human donors where immuno-staining techniques can be used to label
the proteins under investigation.
The information gained will help us understand how pancreatic islets regulate
insulin secretion. Moreover, this signaling pathway could potentially be
exploited to design effectors of insulin secretion as a treatment for type-2
diabetes.
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Dysregulation of glucose homeostasis can lead to the development of dia-
betes, and secretion of insulin from pancreatic b-cells plays a key role in
maintaining proper blood glucose levels. Previous research has shown that
the neurotransmitter dopamine can inhibit secretion of insulin from b-cells
by activating the dopamine receptor D3 (DRD3), which reduces the amplitude
and frequency of intracellular free calcium oscillations (Ustione & Piston,
Mol. Endocrinol.26, 1928 (2012)). To target this dopaminergic feedback
loop for treatment of diabetes, the signaling pathway downstream from the
dopamine receptor to calcium flux must be better understood. We hypothesize
that after dopamine activation of DRD3, the Gbg complex is released and in-
teracts directly with voltage-gated calcium channels. To test this hypothesis,
we are utilizing fluorescence fluctuation spectroscopy to determine the dy-
namic localization distributions and interactions between different proteins.
Two-color fluctuation analysis allows us to correlate the diffusion and kinetics
of two proteins of interest without the constraints of FRET. Thus, expressing
the proteins of interest tagged with a fluorescent protein in stable b-cell lines
provides an in vitro method to study the signaling pathway. Details of the
kinetic localization and interaction rates of the G-protein coupled DRD3,
the Gbg complex, and the Cav1.2 calcium channel subunit will be presented.
In addition, we will show the changes in protein localization and correlation
due to dopamine stimulation. Molecular interactions of proteins due to dopa-
mine stimulation illustrate the method of which the dopaminergic feedback
loop works. This provides the necessary information for using the dopami-
nergic feedback pathway as a method to inhibit insulin secretion, and thus
as a potential therapeutic target for the treatment of non-insulin dependent
diabetes.
